Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.043; wR factor = 0.146; data-to-parameter ratio = 11.6.
The title compound, C 5 H 7 N 3 O, was obtained by the reaction of ethyl 1H-pyrrol-2-carboxylate and hydrazide hydrate. In the crystal, molecules are linked via intermolecular N-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds, forming a supramolecular grid.
Related literature
For background to pyrrole derivatives and their biological activity, see: Joshi et al. (2008) ; Demirayak et al. (1999) ; Halazy & Magnus (1984) ; Bijev (2006) ; Sbardella et al. (2004) .
Experimental
Crystal data 
Data collection
Bruker APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 2004) T min = 0.968, T max = 0.983 5327 measured reflections 1043 independent reflections 758 reflections with I > 2(I) R int = 0.031 Refinement R[F 2 > 2(F 2 )] = 0.043 wR(F 2 ) = 0.146 S = 1.04 1043 reflections 90 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.16 e Å À3 Á min = À0.21 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (3) 168 (2) Symmetry codes: (i) x þ 1 2 ; Ày þ 1 2 ; Àz þ 1; (ii) x À 1 2 ; Ày þ 1 2 ; Àz þ 1; (iii) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2001) ; cell refinement: SAINT (Bruker, 2001) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. Pyrrole is one of the most ubiquitous heterocycles in the plant and animal kingdom because of its participation as a subunit of chlorophyll in plant cells and hemin and vitamin B12 in animal cells (Joshi et al., 2008) . Pyrrole and its derivatives have shown to possess biological activities such as antibacterial (Demirayak et al., 1999) , antitumor (Halazy et al., 1984) , analgesics, antitubercular (Bijev, 2006) , anti-inflammatory, and antiallergic (Sbardella et al., 2004) . Several macromolecular antibiotics having pyrrole structure were isolated from biological sources and their activities were defined.
Structure Reports Online
The molecular structure for 2-pyrrole hydrazide is shown in Fig. 1 . The crystal structure is stabilized by N1-H1···N3, N2-H2···O1 and N3-H3B···O1 hydrogen bonds, as shown in Fig. 2 and Table 1. In addition, as shown in Fig.3 , the packing diagram of the title compound looks like the wave viewed down the a axis.
Experimental
To a 25 mL round-bottomed flask equipped with a magnetic stirrer, 0.5 mL of hydrazine hydrate (80% in water) and 0.1392 g of 1H-pyrrol-2-carboxlic acid ethyl ester (1 mmol) were added. Then the temperature of the mixture was elevated to 70°C for 45 min and the mixture was cooled to room temperature. The formed suspension was filtered off, washed with Et 2 O, and recrystallized from absolute ethyl alcohol. 0.113 g of the hydrazide was obtained with a yield of 90%.
Refinement
H atoms attached to N3 were located in a difference Fourier map. All other H atoms were placed at calculated positions and all were refined in riding model, with N-H and C-H distances in the range of 0.86 and 0.93 Å and U iso (H)= 1.2 U eq of the attached N and C atoms. Fig. 1 . The molecular structure for 2-pyrrole hydrazide, with atom labels and 50% probability displacement ellipsoids for non-H atoms. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (3) 168 (2) Symmetry codes: (i) x+1/2, −y+1/2, −z+1; (ii) x−1/2, −y+1/2, −z+1; (iii) −x+1, −y+1, −z+1.
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